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My NCBI 
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□ Limits 



: Save Search 



Preview/Index 



History 



Clipboard 



Details 



Field: Gene Name, Limits: Publication Date from 1900/01/01 to 2000/04/18 

i 



Display Summary 



Show: [.20 II Send to || Text 




Items 1 - 11 of 11 
□ l: 

NM 005590 



One page. 



Reports 



Links 



Homo sapiens MRE1 1 meiotic recombination 1 1 homolog A (S. cerevisiae) (MRE1 1 A), 

transcript variant 2, mRNA 

gi|56550106|reflNM^005590.3|[56550106] 



□ 2: 

NM 005591 



Reports 



Links 



Homo sapiens MRE1 1 meiotic recombination 1 1 homolog A (S. cerevisiae) (MRE1 1 A), 

transcript variant 1 , mRNA 

gi|56550105|ref|NMJ)055913|[56550105] 



Reports 



□ 3: 

NC 001145 

Saccharomyces cerevisiae chromosome XIII, complete chromosome sequence 
gi|44829554|ref|NC_001145.2|[44829554] 



Links 



□ 4: AE003631 Reports Links 
Drosophila melanogaster chromosome 2L, section 40 of 83 of the complete sequence 
gi|55380441|gb|AE003631.4|[55380441] 



□ 5: D11463 Re P° rts 

S. cerevisiae MRE1 1 gene for Mrel 1 protein, complete cds 
gi| 1 5 1 3064|dbj |D 1 1 463 . 1 1 YSCMRE 1 1 [ 1 5 1 3064] 



Links 



□ 6: AJ243822 Reports 

Arabidopsis thaliana mRNA for Mrel 1 protein (MRE1 1 gene) 
gi|5524768|emb|AJ243822.1|ATH243822[5524768] 



Links 



□ 7: AF1 78433 Re P° rts Links 
Coprinus cinereus DNA repair and meiosis protein Mrel 1 (mrel 1) gene, complete cds 
gi|5916239|gb|AF178433.1|AF178433[5916239] 



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&DB=nucleotide (1 of 2)3/14/2005 11:26:02 AM 
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□ 8: AF132I44 Reports 

Drosophila melanogaster clone LD08638 endo/exonuclease Mrel 1 (mrel 1) mRNA. 
complete cds 

gi|4928449|gb|AFl 32 144. 1 1 AF1 32 144[4928449] 

□ 9: ATI 34569 Re P orts 

Xenopus laevis putative nuclease Mrel 1 (MRE1 1) mRNA, complete cds 
gi|4884903|gb|AF 1 34569. 1 |AF 1 34569[4884903] 

□ 10: Z49939 Reports 

S.cerevisiae chromosome XIII cosmid 9959 
gi|887599|emb|Z49939. 1 |SC9959[887599] 

□ 11: U60829 Reports 

Saccharomyces cerevisiae Mrel lp (MRE1 1) gene, complete cds 
gi|2209264|gb|U60829. 1 |SCU60829[2209264] 



Summary 



Show: 1 20 Ifsendto ] 
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Text 
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bioSCOUT' 



Projects ;| Analyses { Admin | Alert, | SRS | Tutorial 



: Help- 



Analysis Browser: ; Level Up ? 



Report for 
Description 



1264_Mrellisid2 (Protein) 



Case 1264Mrell sid2 



Update 



Edit I 



Function 



Features 
Summary 



Homologies 



Double-strand break repair protein MRE11. 

Direct assignment of functionality by identity to 

swissnewl09XGM2 | MRl 1ARATH 

in region 39 to 523 for overall length of 720 (87% of query, 67% of hit, see the 
alignment ). 

Functional class Replication 

Extracted keywords Nuclease, Endonuclease, DNA repair, Meiosis, 

Hydrolase, Nuclear protein, Exonuclease. Manganese 



query 

pfamsearch 

phd-sec 
phd-acc 
Function 
3D-structure 



189 



378 




JM-H- ll I 11 31 1 I 111 1 11184 




Protein 

ESTs 
Patents 



41 clear homologs 

115 homologs 
37 homologs 



All BLAST hits 

All protein BLAST 
hits 

All EST BLAST hits 
All patent hits 



X 

CLtl 

cl ro 
< Q- 



oo 



so 

E .S 
E o5 

CL CO 



http://eshpc02.es.dupont.com:8 1 0 l/cgi-bin/bioSCOUT/SERV/analysis?aid=9222 
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General 



3D Structure 



Phytogeny 



Features 



Patterns 



Gene name 

Molecular weight 

Sequence length 

Isoelectric point 

Predicted cellular 
localisation (PHD 
and PreLoc) 

Identical sequence 
segments in: 



61.86 kD 

552 

5.64 

nuclear (50.5 %) 

trembl|AX2870911AX287091J 
g plAX287091|17049072 



3D structure inferred by clear homology from residues 48 to 157 in 1II7-A 



View 

P dbllII7jlH7-A 
Distribution 

Taxa 

Model organisms 



alignment 
structure 

28 species extracted from 133 S pecies 
homologous sequences. 

Chordata, Eukaryotae, Fungi, 
Planta 

Arabidopsis thaliana, 
Caenorhabditis elegans, 
Drosophila melanogaster, 
Homo sapiens, Mus musculus, 
Saccharomyces cerevisiae 



No significant hits [Coils] [Phd-tm] [seg] biasdb 
detected by 

Mrell DNA-binding from residue 258 to 453. Source: [pfamsearch] . 

presumed domain Quality: (E=l .9e-85) 

region 



Comment 



Calcineurin-like 
phosphoesterase 
region 

No significant hits 
found in 

No comment section. 



from residue 41 to 338. Source: [pfamsearch] . Quality: 
(E=2.3e-09) 

[prosite database] [blocks database] 



lEditE 



Completed Tasks Start Jime User Comment 



Output 



Interacts 



http://eshpc02.es.dupont.com:8 1 0 1 /cgi-bin/bioSCOUT/SERV/analysis?aid=9222 



5/21/2003 



bioSCOUT 1 .5.3 - feature report for 1 264_Mrel l_sid2 Page 3 of 3 

07.03.2003, dressvm bioSCOUT_default details... 

14:04:36 I 

Permissions ^.Edjt j 

Alert Jobs New | 

Please report problems and feedback concerning bioSCOUT through the su pport interface. 
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bioSCOUT' 



SRS ;| /Tutorial 




Help 


itures 



Alignment: 1264_Mrel l_sid2 - pdb|lII7|HI7-A 



BLASTP - alignment of 1264_Mrell_sid2 against pdb|in7|lII7-A 

mrell nuclease 

• This hit is scoring at : 3e-06 (expectation value) 

• Alignment length (overlap) : 1 1 1 

• Identities : 32 % 

• Scoring matrix : BLOSUM62 (used to infer consensus pattern) 

• Database searched : nrdb 

Q: 4 8 DCHLGYMEKDEIRRFDSF-QAFEEICALADKNKVDFILLGGDLFHENKPSRSTLVKTIEI 

D.HLGY : .: :R :.F :AF: :A : . . VDFIL: . GDLFH. : : PS . TL K.I.: 

H : 8 DIHLGYEQFHKPQREEEFAEAFKNALEIAVQENVDFILIAGDLFHSSRPSPGTLKKAIAL 

LRRYCLNDQPVKFQWSDQTVNFPNRFGKVNYEDPNFNVGLPVFTIHGNHD 157 

L Q: . : . : : PVF.I.GNHD 

L QIPKEHSI PVFAIEGNHD . 86 



Legend of Alignment 

: positive score 

score between -2 and 0 

Please report problems and feedback concerning bioSCOUT through the support interface. 



http://eshpc02.esd 5/21/2003 



Entry Page 



Page 1 of 1 



HEADER REPLICATION 20-APR-01 1117 

TITLE CRYSTAL STRUCTURE OF P. FURIOSUS MRE11 WITH MANGANESE AND 

TITLE 2 DAMP 

COMPND MOL_ID: 1; 

COMPND 2 MOLECULE: MRE11 NUCLEASE; 

COMPND 3 CHAIN: A, B; 

COMPND 4 ENGINEERED: YES 

SOURCE MOL_ID: 1; 

SOURCE 2 ORGANISM_SCIENTIFIC: PYROCOCCUS FURIOSUS; 

SOURCE 3 ORGANISM_COMMON: ARCHAEA; 

SOURCE 4 EXPRESSION_SYSTEM: ESCHERICHIA COLI; 

SOURCE 5 EXPRESSION_SYSTEM_COMMON: BACTERIA 

KEYWDS RAD50, MRE11, DNA DOUBLE-STRAND BREAK REPAIR, DAMP, 

KEYWDS 2 MANGANESE 

EXPDTA X-RAY DIFFRACTION 

AUTHOR K . -P . HOPFNER, A . KARCHER, L . CRAIG, T . T . WOO, J . P . CARNEY , J. A. TAINER 

REVDAT 1 30-MAY-01 1117 0 

JRNL AUTH K . -P . HOPFNER, A . KARCHER, L . CRAIG, T . T . WOO, J . P . CARNEY, 

JRNL AUTH 2 J. A. TAINER 

JRNL TITL STRUCTURAL BIOCHEMISTRY , AND INTERACTION 

JRNL TITL 2 ARCHITECTURE OF THE DNA DOUBLE-STRAND BREAK REPAIR 

JRNL TITL 3 MRE11 NUCLEASE AND RAD50 AT PAS E 

JRNL REF CELL (CAMBRIDGE, MASS . ) V. 105 473 2001 

JRNL RE FN , ASTM CELLB5 US ISSN 0092-8674 



http://eshpc02.es.dupont.com: 8 1 0 l/srsbin/cgi-bin/wgetz?[pdb-id:' 1 II7']+-e+-newId 5/2 1 /2003 " 
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bioSCOUT 1 



Projects | Analyses j : Admin | Alert - | ; §RS | ; Tutorial 



Features 



Summary 



Searched query 1264_Mrell_sid2 against PFAM database. 



Hit 



r 

pfam | hmmlMrel l_DNA__bind 
alignment 



Score Expect Description 



297.3 1.9e- Mrell DNA- 

85 binding presumed 
domain 



I" pfam[hmm|Metallophos . 
alignment 

New Task j Rename Sequences [ 



44.6 2.3e- Calcineurin-like 
09 phosphoesterase 



Q Q Method 
from to 

258 453 HMMPFAM 



41 338 HMMPFAM 



Please report problems and feedback concerning bioSCOUT through the support interface. 
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bioSCOUT 



Projects | Analyses | Admin | Alert | SRS | Tutorial 

^ Help 



^Features 

Alignment: 1264_Mrel l_sid2 - pfam|hmm|Mrel l_DNA_bind 

HMMPFAM - alignment of 1264_Mrell_sid2 against pfam|hmm|MrellJDNAJ)ind 

Mrel 1 DNA-binding presumed domain 

• This hit is scoring at : 297.3 

• Scoring matrix : BLOSUM62 (used to infer consensus pattern) 

Q: 258 KTNPKSAINEHFL PGSSVATSLIDGEAKPKHVLLLEIK-GNQYRPTKIPLRSVRPFE 

. :P:. . : F. PGSSVATSL .GEA PKHV LLEIK G. : : : T.IPL::VRPF 
H: 1 HdPeenegkgFyVtQPGSSVATSLspGEAlpKHVgLLelkYGkkFkltpIPLqTVRPFv 

YAEWLKDEADV NSNDQDS — VLEHLDK-IVRNLIEKSSQ PTA-SRS 

. . E : VL . DE . D: . . ND. D . : :.L : V..:I::::. 

mkeiVLadepdilglDrpndtdeRYIqkf LieAkVeemldeAnaewkekqAdvklgDepr 

EPKLPLVRIKVDYSG FSTINPQRFGQKYVGKVANPQDILI FSKSAKKRQTTG 

:P.LPL:R: :VDY:G :.T.NP RFGQ : : VG : VANP . D : : F.K. .K. 

qPpLPLIRLrVDYtggntqdwldyqtfNpiRFgqrFvGrVANpnDvvqFkkkkKpkekka 

D HIDDSEKLRPEELNQQTIEALV AESNLKMEILPVDDLDIALHD 

: . D.E L..E:LN. .:E.LV AE.N : : . : LP .L. A:.: 

nteveiNf tklddrdeellaseklnalrVetLVneYletAeknkqLslLperglgeAvqe 

F 453 
F 

F 241 



Legend of Alignment 

positive score 

score between -2 and 0 

Please report problems and feedback concerning bioSCOUT through the support interface. 
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bioSCOUT 1 .5.3 - Alignment: 1264_Mrel l_sid2 - pfam|hmm|Metallophos Page 1 of 1 

Projects | Analyses | Admin | Alert | SRS | Tutorial 




bioSCOUT 



® 



Features 



Alignment: 1264_Mrel l_sid2 - pfam|hmm|Metallophos 



HMMPFAM - alignment of 1264_Mrell_sid2 against pfam|hmm|Metallophos 

Calcineurin-like phosphoesterase 

• This hit is scoring at : 44.6 

• Scoring matrix : BLOSUM62 (used to infer consensus pattern) 

Q: 41 LRILVATDCHLGYMEKdeirrf dsf qaf EEICALAdKnKVDFILLGGDLFHENKPSRSTL 

:RILV. D.H G: : : . . LA : K D.:L. GDL PS ..L 

H : 1 mrilvigDIHggf edl llllela . e . kpdlvl f lGDlvdrgppslevl 

VKTieilrryclndqpvkfqvvsdqtvnfpnrfgkvnyEDPNFNVGLPVFTIHGNHDDPA 

: . PV: . : . GNHD . : 

111 f alklkapgpvylvrGNHDf ds 

GVDNLsaidilsacnlvnyfgkmdlggsgvgqiavypvlvkkgmtsvalyglgnirderl 
G . . 

gnsvy 

nrmfqtphSVQWMRPGtQDGESaSDWFNILVLHQNRIKTnpksainehflpgssvatsli 

: : . . : -IL: :H . 
welfleef . 1111a. lvdgkillvHgglspd 

dgeakpkhvllleikgnqyrptkiplrsvrpfeyaevvlkDEADVNsNDQDSVL EH1 

E.. : . N. D V: .H 

leellk . ngvdlvirGHtH . 

D 338 
p 124 



Legend of Alignment 

: positive score 

score between -2 and 0 

Please report problems and feedback concerning bioSCOUT through the support interface. 



http://eshpc02.es.dupont.com:8101/c^ 5/21/2003 



! ! AA_MULTIPLE_ALIGNMENT 1.0 
PileUp of: @/tmp/47563335 . list 

Symbol comparison table: genrundata : blosum62 . cmp CompCheck: 1102 

GapWeight: 8 GapLengthWeight : 2 

1264AB010695_pileup_47563.txt MSF: 805 Type: P March 13, 2003 16:53 Check: 
7228 

U37359aa Human Mrell protein encoded by GenBank U37359 

U58987aa Mouse Mrell protein encoded by GenBank U58987 

AB010695aa Arabidopsis Mrell protein encoded by GenBank AB010695 

AJ243822aa Arabidopsis Mrell protein encoded by GenBank AJ243822 

1264sid2 Case 1264 Mrell SEQ ID NO: 2 

D11463aa S. cerevisaie Mrell protein encoded by GenBank D11463 

X82322 S. pombe Rad32 protein encoded by GenBank X82322 



* Conserved [Asp[ required for nuclease activity (Example 4) 
Underlined phosphodiesterase/nuclease motifs (Example 4) 
Double-underlined Pfam MREll_DNA_bind domain (Quality E=1.9e-8 5) 
Italicized Pfam Metallophos domain (Quality E=2.3e-09) 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 



* Asp 
Pfam metal 




101 



150 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 





FS 
FS| 
|H YDE| 
ITTG DTAVCNI 
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151 



200 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 



fiG.GSG : VGQI 

ISM. 

Ism. 



JHGNHDDP AGVDNLSAID ILSACNLVNY FGP 
'IHGNHDDP ,AGyWLSAlb 'iLSACNLVNV WT 





201 



250 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 



YGLGNIRDER LNPJ4FQTM| 

yglgnirder lnrmfqtph& 

iyBmfvn.kk 




>ER lYlgMfVN.KK 




Iffflptev 

7QWMRB Gl 

fpKEDl 
IIkED] 

3tm: 

DLYR 






AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 



251 




qI^ddfidlviw 
qI^ddfidlviw 
4 pdfldmviw 
p|s| 1qdfydfvlw 



300 

GHEHECLIDP QEVSGMGFHI 
GHEHECLIDP QEVSGMGFHI 

GHEHECKIAP TKNEQQLFYI 
GHEHECKIGP IKNEQQLFYV 
GHEHECIPNL VHNPIKNFDV 
GHEHECLIDG SYNPTQKFTV 



301 



350 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 



X82322aa VQ 



AB010695aa 
AJ243822aa 
1264sid2 

U37359aa 
U58987aa 
D11463aa 
X82322aa 



TQEGSSVATS LIDGEBKPKH VLLLEI K.GN QYRBTKIPIjT SVRPFEYj 
TQPGSSVATS- LTDGEgKPKH VLLLEIK.GN QYRPTKIPi|tJsVR;PFEY1 
. .PGSSVATS ^LIDGEAJ^m^mLiEIK. GN QYKPTKIPLR SVRPFE 



pANHPMjFN PjjPK|TQAI QSFCi 
fjjANHPNgFN PjSPKlTQAI QSFcj 
^QDVPH|RP . . HDK. .DAT SKYL 
Ijs|v|s|pP MVENK. . KEV LTYL| 




ERE. 
DSAERE . 

DANEETK 
ITEANAQWY EA. 



Mr ell DNA 



.R 

.R 
fDGEGD 
.QG|V| 



401 



450 



AB010695aa 
AJ243822aa 
1264sid2 

U37359aa 
U58987aa 
D11463aa 
X82322aa 




RSBPKLP LVRIKVPYSG . . : . . . . El S^IMPQRFGQ KWGKVANPQ 



LGNSHQgE 
LGNPQq||G 

mv. .||lpk|p^l|r 

VVENEI«pCF t 




mm g 

DY'si Gl 

VD'YS 



PSNTQSPIDl QVE 

|E«PQR|S 




451 



500 



AB010695aa 
AJ243822aa 
1264sid2 

U37359aa 
U58987aa 
D11463aa 
X82322aa 




HiFRHRE Q 

H^FRHRE Q 

|YKKR| P 

IYLKKK .Y| 




EA .N. . . 
EA . N . . . 

ItI ph. . . 



TGEE INFG 
TGEE INFGi 
K§.| INGTSj 
rndI LYTS. 





• IT Br s 

|r| ve|lfs| 

IK I 




AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 



YFQTi 
YFQT| 

LL N 

X82322aa YL KT 




AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 



551 




KERHIDI 
KERHI 

UneI 



|RFR ETRQjNTNEE 
ESRQgNTNEE 




lhsbJg 

DDEVRE 
DDEVRE 




ik q|kransv|p tpp§|ndetn 



600 

s. 
s. 

HNIA 

Ilrsqsee 
|lrsqset 
fafngnglds 



600 

J 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 





MSIDLAEQI 
.SFD|SE( 

GSPDITQSHV 



650 

DDEDTTQ MSGLAPPTRG RRGSSTANTT 
DDEDTTQ MSGLAPPTRG RRGSSTANTT 



NDgDDSISAA TNKGRGRGRG RRGGRGQNSA 
NDgDDSLSAV PSRGRGRGRG RRGARGQSSA 
DiESR|THIS QAESSKPTSK PKRVRTATKK 



651 700 

AB010695aa RGRAKAPTRG RGRGKASSAM KQTTLDSSLG FRQSQRSASA AASAAFKSAS 

AJ243822aa RGRAKAPTRG RGRGKASSAM KQTTLDSSLG FRQSQRSASA AASAAFKSAS 

1264sid2 

U37359aa SRGGSQRGR AFKS TRQQPSRNVT 

U58987aa PRGGSQRGRD TGLEITTRGR SSKATSSTSR NMSIIDAFRS TRQQPSRNVA 

D114 63aa KIPAFSDSTV ISDAENELGD NNDAQDDVDI DENDIIMVST DEEDASYGLL 

X82322aa — 



701 750 

AB010695aa TIGEDDVDSP SSEEVEPEDF NKPDSSSEDD ESTKGKGRKR PATTKRGRGR 

AJ243822aa TIGEDDVDSP SSEEVEPEDF NKPDSSSEDD ESTKGKGRKR PATTKRGRGR 

1264sid2 — 

U37359aa TKNYSEVIEV DESDVEEDIF PTTSKTDQRW SSTSSSKIMS QSQVSKGVDF 

U58987aa PKNYSETIEV DDSD.EDDIF PTNSRADQRW SGTTSSKRMS QSQTAKGVDF 

D114 63aa NGRKTKTKTR PAASTKTASR RGKGRASRTP KTDILGSLLA KKRK- 

X82322aa — — — ~ — 



AB010695aa 
AJ243822aa 
1264sid2 

U37359aa 
U58987aa 
D11463aa 
X82322aa 



AB010695aa 
AJ243822aa 
1264sid2 
U37359aa 
U58987aa 
D11463aa 
X82322aa 



751 

GSGTSKRGRK 
GSGTSKRGRK 


NESSSSLNRL 
NESSSSLNRL 


LSSKDDDEDE 
LSSKDDDEDE 


DDEDREKKLN 
DDEDREKKLN 


800 

KSQPRVTRNY 
KSQPRVTRNY 


ESSEDDDDDP 
ESDEDDDDDP 


FMNTSSLRRN 
FMSSSCPRRN 








RR- — 






RR 









801 

GALRR 

GALRR 



Pfam.'Mrell DNA bind 




Protein families database of alignments and HMMs 



fal I come Trust 

Sanger 



lre11 DNA bind 




ilf-eirpk-bincl MIMsumePloir « 

1P*TBI Mcell complex is a 



multi-subunit nuclease tl 



f Mrell, Rad50 and Nbsl/Xrs2, and is involved in checkpoint 



jSmall£aJ^i|)NA repli^cteWl. Mrellws angifgjrac DNiySBdinq activity that is stimulated by Rad50 on its own or in 
cp^bitowwjth Nbsl 



l 1 HI 



^TER^^ esc^^n (entry IPR007281) 



The Mrell coqiplex is ajmulthsubunit nu^ease fsfiompcipBf Mrell, Rad50 and Nbsl/Xrs2, and is involved in checkpoint 
llMinall^9^hcl .pNA replication . MIDLINE: i&988766V Mrell hesanfntrinsic DNA-bindmg activity that is stimulated by Rad50 on its 





http://www.sanger.ac.uk/cgi-bin/Pfam/getacc?PF04152 (1 of 3)3/14/2005 11:02:36 AM 



Pramod B. Mahajan 
Serial No. 10/650,108 



Appendix 
Part 4 



J 



Pfam/Mrell DNA_bind 



ilffillt 



~m 



View alignments & domain organisation by 
species 

Tree depth : 



Show all levels 



View Species Tree 



® Seed (10) O Full (31) 



Downlqacj treje ^ \ 



I AW Applet 



The trees were generated using Ouicktree 
To find out more about ATV phylogenetic tree-viewer click 

here 



Database References 


SYSTERS 


Mrell DNA bind 


PANDIT 


Mrell DNA bind 


FUNSHIFT 


Mrell DNA bind 



Literature References 



A mechanistic basis for Mrell- 
directed DNA joining at 
microhomoloqies. 
Paull TT, Gellert M; 

Proc Natl Acad Set U S A 2000;97:6409-6414. 



2^ 

The Mrell complex: at the 
crossroads of dna repair and 
checkpoint signalling. 

D' Amours D, Jackson SP; 

Nat Rev Mol Cell Biol 2002;3:317-327. 



| Pfam specific information 


Author of entry 


Wood V, Finn RD 


Type definition 


Domain 


Source of seed members 


Pfam-B_3909 (release 7.3); 


Average Length 


201.4 


i Average % id 


37 


Average Coverage 


28.62% 



HMMER build information 
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double-strand break repair Mre11 nuclease and Rad50-ATPa: 

Hopfner KP, Karcher A, Craig L, Woo TT, Carney JP, Tainer J A. 
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Biology, The Scripps Research Institute, La Jolla, CA 92037, USA. 

To clarify functions of the Mre1 1/Rad50 (MR) complex in DNA double 
strand break repair, we report Pyrococcus furiosus Mre1 1 crystal 
structures, revealing a protein phosphatase-like, dimanganese bindinc 
domain capped by a unique domain controlling active site access. Th* 
structures unify Mre11's multiple nuclease activities in a single 
endo/exonuclease mechanism and reveal eukaryotic macromolecular 
interaction sites by mapping human and yeast Mre1 1 mutations. 
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heterotetrameric DNA processing head and a double coiled-coil linker 
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